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ORIGIN 



10608449search.txt 



AX086664 2406 bp DNA 

Sequence 616 from Patent WO0112659. 
AX086664 

AX086664.1 Gl: 13276007 



linear PAT 09-MAR-2001 



Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

wiemann,s. 

Human dna sequences 

Patent: WO 0112659-A 616 22-FEB-2001; 

German Human Genome Project (DE) 

Locati on/Qual i fi ers 

1. .2406 

/orqanism="Homo sapiens" 
/mol_type="unassigned DNA" 
/db_xref="taxon:9606" 



Alignment Scores: 
Pred. No.: 
Score: 

Percent Similarity: 
Best Local Similarity: 
Query Match: 
DB: 



US-10-608-449-4 (1-595) x AX086664 (1-2406) 



2.64e-244 


Length: 


2406 


3176.00 


Matches: 


595 


100.00% 


Conservative: 


0 


100.00% 


Mi smatches : 


0 


100.00% 


Indels: 


0 


6 


Gaps: 


0 



Qy 


l 


Db 


346 


• ! Qy 


21 


Db 


406 


Qy 


41 


Db 


466 


Qy 


61 


Db 


526 


Qy 


81 


Db 


586 


Qy 


101 


Db 


646 


Qy 


121 


Db 


706 


Qy 


141 



MetGl uSerGl nProPheLeuAsnMetLysPheGl uThrAspTyrPheval Lysval val 
llllllll IIIMIMIIIIMIIIIIMIMIIIIMIIIIIIIIIIIIIIIMIIIM 

ATGGAATCTCAACCTTTCCTGAATATGAAATTTGAAACGGATTATTTCGTAAAGGTTGTC 



20 
405 
40 



ProPheProSeril eLysAsnGl uSerAsnTyrHi sProPhePhePheArgThrArgAl a 
II Mill I I II I II llllll MINI Mill MINI Mill I III IIMTl II I IIM 

CCTTTTCCTTCCATTAAAAACGAAAGCAATTACCACCC I I I L I I CTTTAGAACCCGAGCC 465 



IMMIM M I lllllllllllll llllllll MIMIMIIIMIIM I II IMMll 

TGTGACCTGTTGTTACAGCCGGACAATCTAGCTTGTAAACCCTTCTGGAAGCCTCGGAAC 



1 1 1 1 1 1 1 1 1 1 1 1 1 J 1 1 1 1 1 f ti 1 1 1 1 i 1 1 1 [ 1 1 1 1 1 » 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 

CTGAACATCAGCCAGCATGGCTCGGACATGCAGGTGTCCTTCGACCACGCACCGCACAAC 



60 

525 

80 

585 

100 



TTCGGCTTCCGTTTCTTCTATCTTCACTACAAGCTCAAGCACGAAGGACCTTTCAAGCGA 64 5 



LysThrCysLysGl nGluGl nThrThrGluMetThrSerCysLeuLeuGl nAsnvalSer 
II MIIMMIIIMIIIIIMM II llllll Mill I Mill IIIIIIMI II llllll 

AAGACCTGTAAGCAGGAGCAAACTACAGAGATGACCAGCTGCCTCCTTCAAAATGTTTCT 

ProGl yAspTyril ell eGl uLeuVal AspAspThrAsnThrThrArgLysval MetHi s 
MIIIMI III I llllllll llllll Mill MIMMMIII IMMIMIIM Mill 

CCAGGGGATTATATAATTGAGCTGGTGGATGACACTAACACAACAAGAAAAGTGATGCAT 

TyrAl aLeuLysProVal Hi sSerProTrpAl aGl yProll eArgAl aval Al ail eTl 

MM MMIMMIIMMMMMMMI MMMMMIMM 
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120 
705 
140 
765 
160 



A 



10608449Search.txt 
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Qy 
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Qy 
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201 


Db 
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Qy 


221 


Db 


1006 


Qy 


241 


Db 


1066 


Qy 


261 


Db 


1126 


Qy 


281 


Db 


1186 


Qy 


301 


Db 


1246 


Qy 


321 


Db 


1306 


Qy 


341 


Db 


1366 


Qy 


361 


Db 


1426 


Qy 


381 


Db 


1486 


Qy 


401 


Db 


1546 


Qy 


421 


Db 


1606 


Qy 


441 


Db 


1666 


Qy 


461 



valProLeuValvalileSerAlaPheAlaThrLeuPheThrValMetCysArgLysLys 180 
I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I i 111 I I I I I 
GTGCCACTGGTAGTCATATCGGCATTCGCGACGCTCTTCACTGTGATGTGCCGCAAGAAG 885 

Gl nGl nGl uAsnll eTyrserHi sLeuAspGl uGl uSerSerGl uSerSerThrTyrThr 200 
I I MM II III I I I I Mill II II I I I I Ml I I I I I II I I I I I I Mill I Mill I II I 

CAACAAGAAAATATATATTCACATTTAGATGAAGAGAGCTCTGAGTCTTCCACATACACT 94 5 

AlaAlaLeuProArgGluArgLeuArgProArgProLysValPheLeuCysTyrSerSer 220 
I I I I M I I M M I 1 1 1 I I I 1 1 M M M M I I II I M I M I I I M M M M II I I M I I I I 

GCAGCACTCCCAAGAGAGAGGCTCCGGCCGCGGCCGAAGGTCTTTCTCTGCTATTCCAGT 100 5 

LysAspGl yGl nAsnHi sMetAsnVal Val Gl nCysPheAl aTy rPheLeuGl nAspPhe 240 
MM I I I I I I II II M I I I II II I I MM MM I I II I I M I I II I I I I I II III I II I 

AAAGATGGCCAGAATCACATGAATGTCGTCCAGTGTTTCGCCTACTTCCTCCAGGACTTC 1065 

CysGlyCysGl uval Al aLeuAspLeuTrpGl uAspPheSerLeuCysArgGl uGl yGl n 260 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I III I I I I I I I I 
TGTGGCTGTGAGGTGGCTCTGGACCTGTGGGAAGACTTCAGCCTCTGTAGAGAAGGGCAG 112 5 

ArgGl uTrpVal II eGl nLysil eHi sGl uSerGl nPhell ell eval val CysSerLys 280 
I MM I II II M II II 1 1 II 1 1 II 1 1 1 1 1 II 1 1 1 1 II I II II 1 1 1 M 1 1 1 II II 1 1 1 1 1 1 

AGAGAATGGGTCATCCAGAAGATCCACGAGTCCCAGTTCATCATTGTGGTTTGTTCCAAA 118 5 

GlyMetLysTyrPhevalAspLysLysAsnTyrLysHisLysGlyGlyGlyArgGlySer 300 
M M I I I II I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I I I I II I II I I I I II I I I II I 

GGTATGAAGTACTTTGTGGACAAGAAGAACTACAAACACAAAGGAGGTGGCCGAGGCTCG 1245 

Gl yLysGl yGl uLeuPheLeuVal Al aval SerAl all eAl aGl ul_ysi_euArgGl nAl a 320 
M MM II I III I M 1 1 llllll I I I M Ml II I I II I I 1 1 I I I II I I II III II I III I 

GGGAAAGGAGAGCTCTTCCTGGTGGCGGTGTCAGCCATTGCCGAAAAGCTCCGCCAGGCC 1305 

LysGlnSerSerSerAlaAlaLeuSerLysPhelleAlaValTyrPheAspTyrSerCys 340 
il M I II I II I I II II I II I I I I I I I I I I M I I I II I I MM I II I I I I I I I I M II I I I 

AAGCAGAGTTCGTCCGCGGCGCTC^GCAAGTTTATCGCCGTCTACTTTGATTATTCCTGC 1365 

GluGlyAspvalProGlylleLeuAspLeuSerThrLysTyrArgLeuMetAspAsnLeu 360 
II I II MM II I II II I I MMIM II II Mill II III II I 111 I I III 1 1 1 1 I 1 1 1 1 

GAGGGAGACGTCCCCGGTATCCTAGACCTGAGTACCAAGTACAGACTCATGGACAATCTT 142 5 

ProGl nLeuCysSerHi sLeuHi SSerArgAspHi sGl yLeuGl nGl uProGl yGl nHi s 380 
M 1 1 M II MM M 1 1 1 M I II 1 1 II 1 1 II 1 1 1 1 Ml I M I II M 1 1 1 1 1 1 1 1 M M 1 1 1 

CCTCAGCTCTGTTCCCACCTGCACTCCCGAGACCACGGCCTCCAGGAGCCGGGGCAGCAC 148 5 

ThrArgGlnGlySerArgArgAsnTyrPheArgSerLysSerGlyArgSerLeuTyrVal 400 
IIIIITIIIIIIIIIII IIIIIIIIMMIIlTlMIIMIIIIIIlTllllllllllll 



I M I II I I M II M I II I II I II I I II II I II II II II M I I II I I I 1 1 I I II II M I II 

GCCATTTGCAACATGCACCAGTTTATTGACGAGGAGCCCGACTGGTTCGAAAAGCAGTTC 160 5 

val ProPheHi sProProProLeuArgTyrArgGl uProVal LeuGl uLysPheAspSer 440 
M M M M I M M M I I M Ml Ml 111 llllll I I III II I II II I I I M I I I I I II I 

GTTCCCTTCCATCCTCCTCCACTGCGCTACCGGGAGCCAGTCTTGGAGAAATTTGATTCG 166 5 

GlyLeuValLeuAsnAspvalMetCysLysProGlyProGluSerAspPheCysLeuLys 460 
M 1 1 I M 1 1 M I M M I I I I 1 1 I I I 1 1 I 1 1 I I 1 1 M I M M M 1 1 I I M I I 1 1 1 

GGCTTGGTTTTAAATGATGTCATGTGCAAACCAGGGCCTGAGAGTGACTTCTGCCTAAAG 172 5 

val Gl uAl aAl aval LeuGl yAl aThrGl yProAl aAspSerGl nHi sGl uSerGl nHi s 480 
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Db 
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Db 

Qy 

Db 
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Db 

Qy 
Db 

Qy 



1726 



10608449Search.txt 
I I Mill I II III III I! I MINI I I I Ml II I II II II I II I I I I IIMIII I II I I 

GTAGAGGCGGCTGTTCTTGGGGCAACCGGACCAGCCGACTCCCAGCACGAGAGTCAGCAT 



481 Gl yGl yLeuAspGl nAspGl yGl uAl aArgProAl aLeuAspGl ySerAl aAl aLeuGl n 

1 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 T 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 e 1 1 i ! 1 1 1 

1786 GGGGGCCTGGACCAAGACGGGGAGGCCCGGCCTGCCCTTGACGGTAGCGCCGCCCTGCAA 
501 ProLeuLeuHi sThrvalLysAlaGlySerProSerAspMetProArqAspSerGlyile 

1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 T 1 1 1 1 1 1 1 1 1 1 i i 

1846 CCCCTGCTGCACACGGTGAAAGCCGGCAGCCCCTCGGACATGCCGCGGGACTCAGGCATC 

521 TyrAspSerServalProSerSerGluLeuSerLeuProLeuMetGluGlyLeuSerThr 

I I I I I I I I I i I I I I I I I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I I I f I I I I I I I I I I I I I 
1906 TATGACTCGTCTGTGCCCTCATCCGAGCTGTCTCTGCCACTGATGGAAGGACTCTCGACG 



1785 

500 

1845 

520 

1905 

540 

1965 



541 AspGlnThrGluThrSerSerLeuThrGluSerValSerSerSerSerGlyLeuGlyGlu 560 
I Ml MM M I M 1 1 M 1 1 MM 1 1 MINI 1 1 MM I Ml M 1 1 M I M 1 1 1 1 1 M II I 

1966 GACCAGACAGAAACGTCTTCCCTGACGGAGAGCGTGTCCTCCTCTTCAGGCCTGGGTGAG 2025 
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561 Gl uGl uProProAl aLeuProserLysLeuLeuSerSerGl ySerCysLysAl aAspLeu 
I Ml I Ml M I M 1 1 1 1 1 1 M I Mill I M 1 1 1 II II I Ml II 1 1 M M 1 1 1 1 M M II I 

2026 GAGGAACCTCCTGCCCTTCCTTCCAAGCTCCTCTCTTCTGGGTCATGCAAAGCAGATCTT 

581 GlyCysArgSerTyrThrAspGluLeuHisAlaValAlaProLeu 595 
I M M I Mil M M I MM MMMM I II Ml M Ml 1 1 1 1 1 M 

2086 GGTTGCCGCAGCTACACTGATGAACTCCACGCGGTCGCCCCTTTG 2130 



580 
2085 



AX364573 2383 bp 

Sequence 4 from Patent WO0208259. 
AX364573 

AX364573.1 Gl: 18696533 



DNA 



linear PAT 15-FEB-2002 



Craniata; vertebrata; Euteleostomi 
Catarrhini; Hominidae; Homo. 



CDS 



Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammal i a ; Eutheri a ; Pri mates ; 
1 

Presnel 1 , S . R. , Kuestner , R. E. and Gao , z . 
Human cytokine receptor 
Patent: WO 0208259-A 4 31-JAN-2002; 
zymoGenetics, inc. (us) 

Locati on/Qual i f i ers 

1. .2383 

/orqanism= M Homo sapiens" 
/moT_type="unassigned DNA" 
/db_xref="taxon:9606" 
86. .2347 

/note="unnamed protein product" 

/codon_start=l 

/protei n_i d="CAD23767 . 1" 

/db_xref="Gl : 18696534" 

/translation="MAPWLQLCSVFFTVNACLNGSQLAVAAGGSGRARGADTCGWRMK 
AAARPRLCVANEGVGPASRNSGLYNITFKYDNCTTYLNPVGKHVIADAQNITISQYAC 
HDQVAVTILWSPGALGIEFLKGFRVILEELKSEGRQCQQLILKDPKQLNSSFKRTGME 
SQPFLNMKFETDYFVKWPFPSIKNESNYHPFFFRTRACDLLLQPDNLACKPFWKPRN 
LNISQHGSDMQVSFDHAPHNFGFRFFYLHYKLKHEGPFKRKTCKQEQTTEMTSCLLQN 
VSPGDYIIELVDDTNTTRKVMHYALKPVHSPWAGPIRAVAITVPLWISAFATLFTVM 
CRKKQQENIYSHLDEESSESSTYTAALPRERLRPRPKVFLCYSSKDGQNHMNVVQCFA 
YFLQDFCGCEVALDLWEDFSLCREGQREWVIQKIHESQFIIWCSKGMKYFVDKKNYK 
HKGGGRGSGKGELFLVAVSAIAEKLRQAKQSSSAALSKFIAVYFDYSCEGDVPGILDL 
STKYRLMDNLPQLCSHLHSRDHGLQEPGQHTRQGSRRNYFRSKSGRSLYVAICNMHQF 
IDEEPDWFEKQFVPFHPPPLRYREPVLEKFDSGLVLNDVMCKPGPESDFCLKVEAAVL 
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